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generation cephalosporin were tested for ESBL production
by the double disk synergy test.
Results: A total of 196 (19.3%) yielded signiﬁcant growth of
a single organism. Escherichia coli (E. coli) was the most
common isolate (60.7%). %). The most important ﬁnding
was the decreased susceptibility to various commonly used
antimicrobial agents such as ciproﬂoxacin, ceftriaxone,
nalidixic acid and nitrofuratoin. Fosfomycin-trometamol
and imipinem were the most effective drugs. The use of
ciproﬂoxacin in the previous 6 months [odds ratio (OR): 7.59;
95% conﬁdence interval (CI): 1.75 32.74; P< 0.001], use of
other antibiotics in the previous 6 months (OR: 1.02; 95%CI
1.02 2.34; P= 0.005) and production of ESBL (OR: 19.32;
95%CI 2.62 142.16; P< 0.001) were found to be associated
with ciproﬂoxacin resistance among the E. coli isolates.
Conclusion: We found that antibiotics commonly used
for the treatment of UTI in Rwanda are far from
effective. On the basis of our ﬁndings, we suggest that
antimicrobial agent such as fosfomycin-trometamol could
be alternative therapy for uncomplicated UTI, and should be
introduced in the national guidelines in Rwanda. In addition,
urine culture and antimicrobial susceptibility testing are
recommended in Rwanda for patients with complicated
UTI and uncomplicated UTI patients with risk factors for
resistance, such as prior ciproﬂoxacin use.
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Background: H. pylori is a relatively fastidious and
microaerophilic microorganism and therefore standard
phenotypic susceptibility tests, even in the hands of experts,
are slow and can take at least 10 14 days. Molecular based
diagnostic assays by using molecular markers for resistance
detection offer an attractive alternative approach to obtain
susceptibilities to antibiotics with greater accuracy and
speed, and the possibility of a same day result. The aim of
this study is the assessment of clarithromycin resistance by
using molecular markers.
Methods: This cross-sectional descriptive study was
performed on 200 gastric biopsy specimens which were
obtained from patients undergoing upper gastrointestinal
tract endoscopy in Hajar hospital of Shahrekord, by using
TaqMan real-time PCR. Initially, H. pylori strains were
identiﬁed by RUT and PCR. Then, by this regard that
accumulation of mutations associated with resistance to
clarithromycin were in the region between nucleotides
2142 2144 of 23S rRNA gene, the ﬁrst probe was designed
to be able the distinguish between sensitive and resistant
strains. Finally four probes were designed that each be able
to identify only one mutation associated with a particular
level of clarithromycin resistance.
Results: Out of 200 samples, 164 (82%) were H. pylori
positive. Overall, clarithromycin susceptible strains were
detected in 105 (64.02%) patients and clarithromycin
resistance were detected in 59 (35.98%) which were
identiﬁed as 4 (2.44%) A2144G, 26 (15.85%) A2143G,
15 (9.15%) A2143C and 20 (12.19%) A2142G point mutations.
Purely resistant strains were detected in 38 (23.17%), while
heteroresistant were found in the remaining 16 (9.76%)
cases. Genotype of 5 (8.47%) strains was not detected. This
data was conﬁrmed by PCR-RFLP technique.
Conclusion: Results showed that Real-time PCR assay in
combination with molecular markers has high accuracy
to simultaneously identify H. pylori and clarithromycin
resistance types directly in gastric biopsy specimens in short
time.
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Background: Bacterial resitance through extended-
spectrum b-lactamases (ESBL) is an increasing problem
worldwide. In this study, plasmid mediated TEM
b-lactamases were detected in urinary E. coli isolates from
hospitalized patients in Mashhad.
Methods: The 110 urinary E. coli isolates were collected
from patients admitted to 17-Shahrivar and Ghaem Hospitals
in 2009. Bacteria were identiﬁed using biochemical tests and
conﬁrmed by Microgen Kit (UK). Antibiotic susceptibility was
determined by agar diffusion method (Kirby-Bauyer). The
b-lactamase production was phenotypically characterized
using double disk synergy test and conﬁrmation disc method.
After plasmid extraction, b-lactamase were genotypically
characterized using PCR (polymerase chain reaction)
method. PCR products were digested by pstI restriction
enzyme.
Results: ESBL production was observed in 33.3% (37/111) of
E. coli isolates. The blaTEM gene was found in 56.8% (21/37)
of isolates. Among TEM b-lactamase producers, 85.7%
were resistance to co-trimoxazole, 61.9% to nalidixic acid,
23.8% to ciproﬂoxacin and 4.76% to amikacin. All of them
were susceptible to imipenem and nitrofurantoin. Enzyme
digestion of PCR products showed that all except one isolate
had the same restriction enzyme patterns. The difference
might be related to a mutation in excision site of this
enzyme that needs to be examined in more details.
Conclusion: The results showed a higher prevalence of
blaTEM in this population than some countries like Japan,
Singapore and France. Furthermore, a high degree of
associated resistance to co-trimoxazole and nalidixic acid
was found in blaTEM producers.
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Introduction: The emergence of Escherichia coli that
produce extended spectrum b-lactamases (ESBLs) and are
multidrug resistant poses antibiotic management problems.
ESBLs are cephalosporinases that confer resistance to a
wide variety of oxyimino cephalosporins and create serious
therapeutic problems. The objective of this study was
to determine the blaTEM, blaSHV and blaCTX-M Genes of
diarrheagenic E. coli.
Methods: We conducted a cross sectional-descriptive
study on 150 E. coli strains, isolated from patients who
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had diarrhea at 3 major hospitals in Shiraz from April
to November 2010. Initially, E. coli strains isolated by
biochemical analysis. Finally, prevalence of blaTEM, blaSHV
and blaCTX-M were determined by multiplex PCR assay.
Statistical analyses were performed using the c2 test. P-
values less than 0.05 were taken to indicate statistical
signiﬁcance.
Results: Overall, ESBL-related bla genes were detected in
143 (95.33%) isolates which were identiﬁed as 79 (52.66%)
TEM, 7 (4.66%) SHV, 4 (2.66%) CTX-M, 12 (8%) TEM/SHV,
16 (10.66%) TEM/CTX-M, 7 (4.66%) SHV/CTX-M and 18 (12%)
TEM/SHV/CTX-M. Statistical analysis revealed that more
relationships between blaSHV and age 48 60 (p = 0.009) and
blaCTX-M age 12 17 (p = 0.009).
Conclusion: ESBLs in E. coli has increased in the last few
years and increase in cephalosporin resistance is mainly
due to an increase in the proportion of isolates carrying the
blaTEM gene in Shiraz. ESBL-producing E. coli infections have
a signiﬁcant impact on several important clinical outcomes,
and efforts to control outbreaks of infection with ESBL-
producing E. coli should emphasize judicious use of all
antibiotics as well as barrier precautions to reduce spread.
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Objective: To investigate the situation of infection in
surgical incision in a hospital and infection risky factors
of surgical wound infection for decreasing the incidence.
Methods: A retrospective investigation was given to survey
the case data from January 2008 to Dec. 2009.
Results: There were 170 cases with surgical incision
infection among the 10883 operative patients. The mean
infection rate was 1.56%. The highest infection rate
was 4.16% for gastrointestinal surgery. The infection rate
was higher for emergency operations than time-selective
operations. There were higher infection rate in spring than
the other seasons. There were 41 cases (41/93, 44.08%) for
antibiotic prophylaxis application during the operation, and
52 cases after operation.
Conclusion: The infection of surgery incisions was
correlated with surgical site, season and irrational use of
antibiotics for prophylactic application.
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Purpose: The aim of the study was analysis of clinical
picture and prevalence of infectious diseases caused by
Methicillin-Resistant Staphylococcus aureus in patients.
Material and Methods: The study involved patients
hospitalized in the Infectious Disease Department of
the First Hospital of Jilin university, due to infection
with bacterium. Blood, urine, stool, sputum, marrow
were sampled for bacterial culture according to patient’s
condition.
Results: During the period of January 1, 2010 to April
1, 2011, there were 825 patients hospitalized due to
infection with unknown bacterium, of which in 17 (2.1%)
the Staphylococcus aureus was conﬁrmed, and of which
in 10 (1.2%) Methicillin-Resistant Staphylococcus aureus
(MRSA) was conﬁrmed. The average age of the 10 patients
infection with MRSA was 59.2 (19 84) years. The dominant
clinical feature in all the 9 patients was fever. 7 of them
had been treated with antibiotics more than 14 days before
hospitalization, 4 of them had been treated by mechanical
ventilation.
Conclusions: Infection of Methicillin-Resistant Staphylococ-
cus aureus (MRSA) should be taken into consideration.
This phenomenon may be attributed to improper use of
antibiotics and cross-infection by invasive procedures.
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Salmonella serovars become a public health concern due
to their potential to cause food slash borne disease
with contaminated food of animal origin specially poultry
meat and due the antimicrobial resistance presented by
these bacteria. 84 Salmonella enterica serovar Enteritidis
42 from human and 42 from avian origin in Tehran
were characterized for antimicrobial resistance patterns.
58 (69%) Salmonella enteritidis were multidrug-resistant
and showed resistant to two or more antibiotic classes.
Ciproﬂoxacin minimum inhibitory (MIC) concentration value
for the to isolates ranged between 2 4mg/mL, only
three isolates exhibited resistance to cefteriaxone (MIC
64 256mg/mL) and four isolates were resistance to
ﬂorfenicol (MIC 128 mg/mL).
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Objectives: Community-associated methicillin-resistant
Staphylococcus aureus (CA-MRSA) bears signiﬁcant similar-
ities and differences from health care-associated MRSA
infection. HA-MRSA has been well understood in China,
but the prevalence and molecular characteristic of CA-
MRSA remains unclear. This study is aiming to investigate
the epidemiological features and molecular background of
CA-MRSA.
Methods: We performed a prospectively study to investigate
the prevalence, antibiotic characteristics as well as
molecular background of CA-MRSA from patients with skin
and soft tissue infections from 4 different hospitals in
Beijing. Patients with SSTI and no risk factors for healthcare-
associated acquisition were included. Sample from the
infection sites were collected for culture. Case report form
was ﬁlled out for each patient. Antibiotic susceptibility test
and molecular analysis was performed for each S. aureus
isolates.
Results: We enrolled 501 patients from 4 hospitals. Totally
164 S. aureus isolates were cultured from the patients
with SSTI. Of them 5 isolates were CA-MRSA. These 5 CA-
MRSA isolates harbored SCCmec I, III, IV, V and untypable,
